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Alignment oftuman and Mouse SSG Protein^equences 
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Reference Ntjmber 6711 
Slanfard RH Panel: TNG^ 
Lowest LOO Raporred; 6 
Chramoscme Value; 0 



Results for HT 



Submitted 

VeciorOQOI 0000000001 0001 00001 01 001 000000010000001 0001 000000000001 0000000000 
Q010000000Q0001 000100 

# SHGCNAWe CHROM# LOO_SCORE DlST.(cPs) 

1 SHGC-36S72 "2, 7 32 35 

VectorOOOOOOOOR00001010100lOOOl00111000001000000l000100000000010lOOOOOOOOOO 
001 0O0O00C00R01 0001 00 

2 SHGC-6189 2 6 53 44- 

y g^^(5^QQQOQ00O^'a0O0-| 01 01 OOI OO0 1 001 1 1 0OOOOI OOOOOOl 0001 OOOOOOOOOI 01 OOQOOOQOOO 
001 0000000001 01 0001 00 

3 SHGC-699 2 6.03 43 

Vector 00010QQ0000001 0001 00001 01 001 01 OOI 00001 OOOl 1 0001 0001000001 01 0000000000 
000QO01OO00001 10001 00 



The number of nnarkafs searched was 32440. 
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Human SSG nucleotide sequence — 13 Exons 

^TCAGGTGGAGCAGGCAGGGCAGTCTGCCACGGGCTCCCCAACTGAAGCCACTCTGGGGA 
GGGTCCGGCCACCAGAAAATTTGCCCAGCTTTGCTGCCTGTTGGCCATGGGTGACCTCTC 
ATCTTTGACCCCCGGAGGGTCCATGGGTCTCCAAGTAAACAGAGGCTCCCAGAGCTCCCT 
GGAGGGGGCTCCTGCCACCGCCCCGGAGCCTCACAGCCTGGGCATCCTCCATGCCTCCTA 
CAGCGTCA(JCACCGCGTGAGGCCCTGGTGGGACATCACATCTTGCCGGCAGCAGTGGAC 
CAGGCAGATCCTCAAAGATGTCTCCTTGTACGTGGAGAGCGGGCAGATCATGTGCATCCT 



aggaagctca(^cM:gggaaaaccacgctgctggacgccatgtccgggaggctggggcg 

CGCGGGGACCTTCCTGGGGGAGGTGTATGTGAA^GGCCGGGCGCTGCGCCGGGAGCAGTT 
^CCAGGACTGCTTCTCCTACGTCCTGCA^GCGACACCCTGCTGAGCAGCCTCACCGTGCG 
CGAGACGCTGCACTACACCGCGCTGCTGGCCATCCGCCGCGGCAATCCCGGCTCCTTCCA 

gaagaaggtgc^ggccgtcatggcagagctgagtctgagccatgtggcagaccgactgat 
- tggcaactacagcttggggggcatttccacgggtgagcggcgccgggtctccatcgcagc 
ccagctgctccaggatcct^ggtcatgctgtttgatgagccaaccacaggcctggactg 

CATGACTGCTAATCAGATTGTCGTCCTCCTGGTGGAACTGGCTgJCAGGAACCGAATTGT 
GGTTCTCACCATTCACCAGCCCCGTTCTGAGCTTTTTCA^TCTTfGACAAAATTGCCAT 
CCTGAGCTTCGGAGAGCTGATTTTCTGTGGCACGCCAGCGGAAATGCTTGAT^TC^TTCAA 
TGACTGCGGTTACCCTTGTCCTGAACATTCAAACCCTTTTGACTTCTAT^GGACCTGAC 
GTCAGTGGATACCCAAAGCAAGGAACGGGAAATAGAAACCTCCAAGAGAGTCCAGATGAT 
.TCTGCCTACAAGAAATCAGCAATTTGTCATAAAACTTTGAAGAATATTGAAAGAAT 



AGAA' 



GAAACACCTGAAAACGTTACCAATGGTTCCTTTCAAAACCAAAGATTCTCCTGGAGTTTT 
CTCTAAACTGGGTGTTCTCCTGA^AGAG?GACAAGAAACTTGGTGAGAAATAAGCTGGC 
AGTGATTACGCGTCTCCTTCAGAATCTGATCATGGGTTTGTTCCTCCTTTTCTTCGTTCT 
GCGGGTCCGAAGCAATGTGCTAAAGGGTGCTATCCAGGACCGCGTAGGTCTC^^TJTTACCA 
GTTTGTGGGCGCCACCCCGTACACAGGCATGCTGAACGCTGTGAATCTG^TCCCG^GCT 
GCGAGCTGTCAGCGACCAGGAGAGTCAGGACGGCCTCTACCAGAAGTGGCAGATGATGCT 
GGCCTATGCACTGCACGTCCTCCCCTTCAGCGTTGTTGCCACCATGATTTTCAGCAGTGT 

gtgctactc^aMc^gggcttacatcctgaggttgcccgatttggatatttttctgctgc 

TCTCTTGGCCCCCCACTTAATTGGTGAATTTCTAACTCTTGTGCTACTTGGTATCGTCCA 

aaatccaaatatagtcaagagtgtagtggctctgctgtccattgcgggggtgcttgttgg 

ATCTGGATTCCTCA(^|AlQ^TkcAAGAAATGCCCATTCCTTTTAAAATCATCAGTT^^ 

tacattccaaaaatattgcagtgagattcttgtagtcaatgagttctacggactgaattt 

CACTTGT(|pMcTCAAATGTTTCTGTGACAACTAATCCAATGTGTGCCTTCACTCAAGG 

aattcaattcattgagaaaacctgcccaggtgcaacatctagattcacaatgaactttct 
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GATTTTGTATTCATTTATTCCAGCTCTTGTCATCCTAGGAATAGTTGTTTTCAAAATAAG 
GGATCATCTCATTAGCAGGTAGTGAAAGCCATGGCTGGGAAAATGGAAGTGAAGCTGCCG 
ACTGTGCATGACTGCTCTGAACGTCTGAAATGAGAGTGCCATGTATTTCTTTCTTGACAG 
GACATCTCAAGTCTTTTAACCATTAAGACTCCATTTGTGCCTCTTGGATCCAAGCAGGCC 
TTGAATGCAATGGAAGTGGTTTATAGTCCCTTGCTCTTACAACTTGCAGGGACATGTGGT 

tatttggaaattgtgactgagcggacccaagaatgtaaataatattcataaacctatggg] 



Exon number 


exon size 


5* splicing site 


3' splicing site 


intron size 


1 > 






GGGTGAGgtaaggcag 


-600bp 


2 


124 


cctttaaagCCACCGC 


AGGTCAGgtaagcttg 


-6kb 


3 


137 


gccccgcagGCTCCGG 


CGTGGAGgtgggcgcg 


79bp 


4 


103 


ctcctgcagAGCGACA 


AAGGTGGgtgcagccc 


--4kb 


5 


129 


tgcaggtggAGGCCGT 


GATCCTAgtaagtggc 


-2kb 


6 


140 


tgctggcagAGGTCAT 


TTTTCAGgtaagaggt 


-2.5kb 


7 


130 


tctggtcagCTCTTTG 


TTCTATAgtaagtttt 


-0.5kb 


8 


214 


aacttttagTGGACCT 


TCGTGAGgtaagaggc 


lOObp 


9 


206 


tgttttcagGAGAGTG 


AATGTGTgtaagtgcc 


-1.7kb 


1 0 


139 


catccccagTTCCCGT 


GGTAGTGgtgaggggtt 


-1.9kb 


1 1 


186 


cttttctagGACGCTG 


TGCTGAGgtaagatat 


-5.3kb 


1 2 


113 


tttcttaagAAAGATA 


ACTTGTGgtaagtatt 


-1.2kb 


1 3 




ccttgacagGCAGCTC 






Total 








«25.9kb 



Exonic sequences in capital letter 
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